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nucleotide 2207 of SEQ ID NO: 1 or the 



contains at least 5 and no more than^O nucleotides. 




ponding RNA sequence, wherein said primer 



1 1 . (Twice Amended) A reagent for detecting or identifying Trypanosoma cruzi 
jf in a biological sample, said reagent comprising a cap/are probe and a detection probe, both in 
accordance with claim 5, wherein said capture pr^roe and said detection probe have nucleotide 
sequences that are different from one another. 





TW. (Amended) A method for detection and/or identification of Trypanosoma 



TV 



cruzi in a biological sample, comprising exposing denatured DNA extracted from 



Trypanosoma cruzi or DNA obtained by reverse transcription of RNA extracted from x^^^^X 
Trypanosoma cruzi to at least one probe Recording to claim 5; anp detecting hybridization ofs^ \j 



said probe. 



2 1 . (Twice Amended) Ay&ynthetic or isolated nucleic acid tragment that 
comprises a nucleotide sequence having at least 85%jjojrl6logy with a reference sequence 
that is identical or fully complementary tc^aTsequence starting at nucleotide 1232 and ending 
at nucleotide 1825 of SEQ ID NQ^l or the corresponding RNA sequence, wherein each 



n 



6 



segment of 30 contigimu^nucleotides of said nucleotide sequence has at least 85% homology 
with a segment jot 30 contiguous nucleotides of said reference sequence. 

22. (Twice Amended) The nucleic acid fragment of claim 21, said nucleotide 
sequence having at least 85% homology with a secpnd reference sequence that is identical or 
fully complementary to a sequence starting at nucleotide 1232 and ending at nucleotide 2207 
of SEQ ID NO: 1 or the corresponding RNAysequence, wherein each segment of 30 
contiguous nucleotides of said nucleotide /equence has at least 85% homology with a 
segment of 30 contiguous nucleotides of said second reference sequence. 

23. (Twice Amended) A synthetic or isolatedjaucleic acid fragment that 
~J -^v^eomprises a nucleotide sequence having ajje^st 85% homology with a reference sequence 

' that is identical or fully complejH^ntary to a sequence starting at nucleotide 1266 and ending 
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at nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA sequence, wherein each 
segment of 30 contiguous nucleotides of said nucleotide sequence has at least 85% homology 
with a segment of 30 contiguous nucleotides of said reference sequence. 

24. (Twice Amended) The nuclei^cid fragment of claim 23, wherein said 
nucleotide sequence is identical or fully corriplementary to a sequence starting at nucleotide 
1266 and ending at nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA sequence. 




Please add new claims 36-40 as follows: 




\ —36. The nmcleic acid fragment of claim 21, wherein said nucleotide sequence (a) is 
a nucleic acid sequence^ that is identical to or is a degenerate oik sequence' starting at 




nucleotide 1232 and ending at nucleotide 1825 of SEQ ID NO: 1 or the corresponding RNA 
sequence, or (b) is a full complement of said nucleic acid sequence. — 

—37. The nucleic acid fragment of claim 22, wherein said nucleotide sequence (a) is 
a nucleic acid sequence that k identical to or is a degenerate of a sequence starting at 
nucleotide 1232 and ending aA nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA 
sequence, or (b) is a full complement of said nucleic acid sequence. — 

—38. The nucleic acid fragment of claim 23, wherein said nucleotide sequence (a) is 
a nucleic acid sequence that is identical to or is a degenerate of a sequence starting at 
nucleotide 1266 and ending at nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA 



sequence, or (b) is a full complen 



ent of said nucleic acid sequence.-- 



—39. The probe of claim 5, wherein/said probe contains at least five contiguous 
nucleotides of said nucleotide sequence.-- 



